SUPPLEMENTARY MATERIAL 1
The quality of the WGA products was assessed by a multiplex PCR of the GAPDH gene producing fragments of 100, 200, 300, and 400 bp fragments from non-overlapping target sites as described elsewhere [1] . Since the original 200 bp fragment is not amplified by the Ampli1 WGA kit, we used the following primers to produce a 200 bp fragment: fw: 5′-AAGATCATCAGGTGAGGAAGGC-3′ rev: 5′-CCCCAGCTCTCATACCATGAGTC-3′. The 5′-3′ primers for the 100, 300, and 400 bp fragments were as follows: 100fw gttccaatatgattccaccc; 100rev ctcctggaagatggtgatgg; 300fw aggtgagacattcttgctgg; 300rev tccactaaccagtcagcgtc; 400fw acagtccatgccatcactgc and 400rev gcttgacaaagtggtcgttg PCR conditions were optimized for a reaction of 15 µl total volume with input of 100 ng DNA as follows: 0.75 U AmpliTaq Gold DNA Polymerase (Applied Biosystems, 4486226), 0. PCR products were analyzed in a 2% agarose TAE ethidium bromide-stained gel. Samples were considered to be of sufficient quality for further analyses if at least one of the 200, 300, and 400 bp bands was detected.
SUPPLEMENTARY MATERIAL 2
Data analysis was performed according to the GATK Best Practices recommendations [1, 2] . Exome capturing was performed with "BGI Exome Enrichment Kit (59M) and Capture" for sequencing on HiSeq2000 and "Ion AmpliSeq exome RDY kit" for sequencing on IonProton. The corresponding exome regions were used respectively for calculation of descriptive statistics over target regions and during post-alignment data processing. To ensure the location of made calls within the exome and to unify results of SNP and indel calling between the datasets, SNP/mutation and indel discovery was limited to protein coding exons only (downloaded from the CCDS Project database [3, 4] ). 
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